The specific molecular mechanisms involved in somatic reprogramming remain unidentified. Removal of the oocyte genome is one of the primary causes of developmental failure in cloned embryos, whereas intact oocyte shows stronger reprogramming capability than enucleated oocyte. To identify the reason for the low efficiency of cloning and elucidate the mechanisms involved in somatic reprogramming by the oocyte nucleus, we injected pig cumulus cells into 539 intact MII oocytes and 461 enucleated MII oocytes. Following activation, 260 polyploidy embryos developed to the blastocyst stage whereas only 93 traditionally cloned embryos (48.2% vs. 20.2%, P < 0.01) reached blastocyst stage. Blastocysts generated from intact oocytes also had more cells than those generated from enucleated oocytes (60.70 vs. 46.65, P < 0.01). To identify the genes that contribute to this phenomenon, two early embryos in 2-cell and 4-cell stages were collected for single-cell RNA sequencing. The two kinds of embryos were found to have dramatically different transcriptome profiles. Intact oocyte nuclear transfer embryos showed 1,738 transcripts that were up-regulated relative to enucleated cloned embryos at the 2-cell stage and 728 transcripts that were down-regulated (|log2Ratio| ! 5). They showed 2,941 transcripts that were upregulated during the 4-cell stage and 1,682 that were down-regulated (|log2Ratio| ! 5). The most significantly enriched gene ontology categories were those involved in the regulation of binding, catalytic activity, and molecular transducer activity. Other genes that were notably up-regulated and expressed in intact oocyte nuclear transfer embryos were metabolic process. This study provides a comprehensive profile of the differences in gene expression between intact oocyte nuclear transfer embryos and traditional nuclear transfer embryos. This work thus paves the way for further research on the mechanisms underlying somatic reprogramming by oocytes.
Introduction
Since 1997, the method of using somatic cell nuclear transfer (SCNT) to clone animals has received widespread recognition. Although SCNT has had great success in many species [1] [2] [3] [4] [5] [6] [7] [8] , there are still many issues to overcome, such as low efficiency, cloned embryo abortion, and newborn animal telomere loss [9] . In the process of SCNT, it is extremely critical that the cell be reprogrammed smoothly [10, 11] . In a sense, the efficiency of cell reprogramming directly affects the efficiency of SCNT clone [12] . Epigenetic modifications of somatic nuclei transplanted into oocytes include imprinting wipes and activation of modifications which are coordinated with the development process. Some of these critical errors in reprogramming may be the reason why the rate of nuclear transplantation cloning is so low [13] . Pigs are domestic animals of profound and worldwide importance. The first cloned pig was born in 2000 by SCNT [14] . The technique of cloning pigs can be used as model organisms in regenerative medicine or in the closely related fields, such as genetic breeding and breed improvement.
In recent years, researchers have performed a great deal of research and achieved significant progress to address the low rate of nuclear transfer reprogramming [15] . Overexpressing a few key transcription factors can directly reprogram somatic cells into pluripotent stem cells, which are called induced pluripotent cells (IPS cells) [16] . After many experiments, results confirmed that IPS are inferior in quality to nuclear transfer embryonic stem cells (NT-ESCs), and only mouse IPSCs have been reported to fully develop into mature individuals [17, 18] . An increasing number of studies have shown that some undefined maternal factors present in oocytes can reprogram somatic cells in a highly efficient manner, but these key factors have still not been identified [19] [20] [21] . With the continuous development and maturation of singlecell RNA sequencing (RNA-seq) technology, it is possible to elucidate the regulation of gene expression in cell development and reprogramming.
The ability of oocytes to undergo meiosis is determined by cytoplasmic factors, but after fertilization or activation of parthenogenesis, the ability of the former oocyte to undergo embryonic development largely depends on the oocyte nucleus. The nucleus does not play an important role in oocyte maturation, but it is very important for embryonic development and pronuclear formation [22] . In 2010, Jinsong Li et al. injected the cumulus cells into intact oocytes. After activation, 80% reconstructed embryos developed to the blastocyst stage, and ES cell lines were generated at a rate of 30% per reconstructed oocyte [15] . This confirmed that the mouse oocyte nucleus plays an important role in nuclear transfer embryonic development.
Pig is an important domestic animal and served as a model animal to assess the cellular reprogramming in large mammals. In the current study, we try to elucidate the influence of mechanical damage and other factors in the process of SCNT in embryonic development. Finally, single-cell RNA-seq was performed between early traditional SCNT embryos and intact oocyte SCNT embryos. Results showed the intact oocyte SCNT embryos to have advantages at the gene expression level. This study thus provides a foundation for further study of regulatory factors and signal pathways in the process of reprogramming. recipients were collected from ShiBu slaughterhouse in YongAn Village, Nanning, China. The breed of pig used to obtain embryos is Landrace-Yorkshire-Duroc.
Production of enucleated and intact oocytes SCNT embryos
SCNT with enucleated oocytes served as a traditional method in this study. Immature oocytes were collected from fresh pig ovary and subjected to in vitro maturation (IVM) to the metaphase II arrested stage. MII oocytes were enucleated using a sharp-crested pipette in a droplet of TL-Hepes-PVA medium containing 10% fetal bovine serum and 7.5 μg/ml CB. Cumulus cells served as donor cells. These were isolated from cumulus-oocyte complexes using hyaluronidase after IVM, and then injected into enucleated oocytes (S1 Fig). In SCNT with intact oocytes, cumulus cells were directly injected into MII oocytes (Fig 1) . Two kinds of reconstructed oocytes were electrofused and activated using a single direct current pulse of 1200 V/ cm for 30 μs. After electrofusion and activation, the reconstructed embryos were cultured in PZM-3 containing 7.5 μg/ml CB for 3 h to consolidate the effect. All organic and inorganic reagents were purchased from Sigma-Aldrich Co. (St. Louis, MO, USA)
Chromosome preparation of blastocysts and cumulus cells
Blastocysts were incubated in 0.1 μg/ml demecolcine for 4-6 h, then incubated in 1% sodium citrate solution for 18-22 min at 37°C. Hypotonic solution-treated blastocysts were dropped onto clean slides and fixed in methanol: acetic acid (1:1 in volume) for 20 s, and methanol:acetic acid (3:1 in volume) for 10 min until dry, then stained with Giemsa for 10 min, and finally slides were air-dried.
Cumulus cells were cultured in 6 well cell culture cluster. After 2-3 days of culture, when the cells were in 70-80% confluence, they were incubated in 0.1 μg/ml demecolcine for 3-4 h. Subsequently, following trypsinization, the cells were resuspended in 0.075 M KCL solution for 20 min at 37°C. Fresh methanol:glacial acetic acid (1:3 in volume) was slowly added for prefixation. This fixation process was repeated three times. Finally, the cells were dropped onto -20°C precooled clean slides over one meter distance, after air drying, the cells were stained with Giemsa for 10 min.
Assessment of blastocyst cell number
Day 6 blastocysts were washed three times in DPBS containing 0.1%BSA and fixed in 4% paraformaldehyde for 10 min. After fixation, blastocysts were again washed in BSA-DPBS. Subsequently the blastocysts were stained with 5 μg/ml Hochest 33342 in dark for 10 min and placed on clean slides within glycerin. This was followed by 3-5 rounds of washing in BSA-DPBS. Cell number in each blastocyst was counted under fluorescent microscope.
Sample preparation for RNA-seq
In order to ensure that the genetic background of every sample was the same, the oocytes collected from a single ovary were cultured alone. All embryos were incubated in tyrode's solution for 30-60 s to remove the zona pellucida at room temperature. Then the blastomeres were washed repeatedly in PBS containing 1% BSA to remove the tyrode and the cell debris. Finally, four blastomeres were collected in precooled cell lysis buffer in each group with a small volume of PBS. The total volume was kept within 5 μl and cells were stored at -80°C. The negative control was containing cell lysis buffer and BSA-PBS that was used to wash blastomeres.
RNA amplification and sequencing library preparation
After cell lysis, DNase I was added to the total RNA to degrade contaminated DNA. Then oligo (dT) magnetic beads were used to enrich the mRNA, and mRNA was broken into short fragments with fragmentation buffer. Finally cDNA was synthesized using random hexamerprimer and mRNA fragments as templates. Sequencing adaptors were ligated to the fragments and the fragments were enriched by PCR amplification. Following quality inspection, the library products were ready for sequencing using Illumina HiSeq 2000. All of the RNA amplification and sequencing were finished in BGI company.
Analysis of gene expression
The original image data produced by the sequencer were translated into raw reads, and these raw reads were preprocessed into clean reads by removing reads with adaptor sequences and low-quality reads for further analysis. Then clean reads were mapped to reference genomes using SOAP aligner [23] . Assessment of sequencing such as sequencing saturation, distribution of reads on reference genes was performed before further analysis.
The level of expression of each gene was determined using the numbers of reads uniquely mapped to the specific gene and the total number of uniquely mapped reads in the sample. Finally the genes that were differentially expressed among four samples were identified, and cluster analysis of gene expression patterns was performed using cluster software [24] and Java Treeview software [25] .
With nr annotation, the Blast2GO program was used to get GO annotation of differentially expressed genes (DEGs). Then WEGO software [26] was used to classify these DEGs through their GO function and to meet the function of genetic variations from the macroscopic distribution characteristics. The calculating formula is as follows:
the number of all genes with GO annotation; n is the number of DEGs in N; M is the number of all genes annotated to specific GO terms; m is the number of DEGs in M. In vivo, genes usually play roles in biological functions by interacting with each other. For this reason, metabolic pathways and signal transduction pathways that were significantly enriched in DEGs were identified using the KEGG database [27] and compared to the overall genomic background.
Real-time PCR
Real-time PCR reaction was done with 2×PCR MIX (Qiagen). Six random transcripts for validated were: DNMT1, FTL, POLR1D, RPS3, RPS20, and BUB3. The level of expression of each transcript was normalized to actin transcript levels. PCR was performed as follows: 95°C for 2 min to activate the Taq polymerase followed by 40 amplification cycles of 94°C for 10 s, 60°C for 10 s, and 72°C for 40 s. All reactions were performed in triplicate in a final volume of 16 μl containing 1 μl of cDNA used for RNA-seq and 0.2 μl of each primer. The relative expression levels were determined using the 2 -44CT method.
Results

Pig oocyte nuclei can promote somatic cell reprogramming and SCNT embryo development
In the experimental group, the somatic cells (cumulus cells) were directly injected into oocytes without removing the oocyte nucleus. After culturing in vitro, the multiploid embryo displayed developmental potentiality. These results showed the embryonic quality of intact oocyte SCNT to be better than that of enucleated oocyte SCNT. The cleavage rate increased from 81.15% to 91.05% and the blastocyst rate of the experimental group (48.29%) was significantly higher (by 28.14%) than that of control (20.15%) ( Table 1) (Fig 2) . The chromosome count of the multiploid embryos was 57, equal to the number in somatic cells (38) plus the number in oocytes (19) , suggesting these embryos were triploid (Fig 3) .
The quality of blastocysts produced here was assessed by determining the total number of cells in blastocysts following staining with Hochest33342. Parthenogenetic blastocysts served as the control group. Twenty blastocysts were counted in each group. The average number of cells in each parthenogenic blastocyst was found to be 58.60, and the average number in the enucleated oocyte SCNT group was found to be 43.30, markedly fewer than in control blastocysts. However, the blastocysts in the intact oocyte SCNT group had an average of 56.95 cells, only slightly fewer than in controls with significant differences(P<0.05)( Table 2 ). Morphological analysis revealed the parthenogenetic blastocysts to be larger and more transparent than other blastocysts and to have a more uniform cell distribution (Fig 4) . However, enucleated oocyte SCNT and intact oocyte SCNT blastocysts were both significantly different from parthenogenetic blastocysts. Their diameters were smaller, and they were darker in color. Most enucleated oocyte SCNT blastocysts differed from other blastocysts Moreover, a great number of intact oocyte SCNT blastocysts that were shaped like the numeral "8" showed better quality after hatching than other kinds of blastocysts.
Mechanical injury to SCNT affect embryonic development
In the process of enucleation in SCNT, the glass pipette punctures the zona pellucida and enters the perivitelline space, while passing through the vitelline membrane it absorbs cytoplasm and membrane structure near the spindle. This process causes mechanical injury to the oocyte, even with a glass pipette of 10-15 μmin diameter. Nevertheless, during intact oocyte SCNT, there was no need to absorb the spindle, so there was no mechanical injury. For this reason, it was impossible to rule out the influence of the mechanical injury in the difference in development potential between conventional and intact oocyte embryos. For this purpose, this experimental simulation of spindle drain in the operation of SCNT was designed; however, the spindle structure was not removed, only injected back into the oocyte cytoplasm after aspiration to make sure there was no loss of nuclear matter, and the somatic cell nuclear injection step was skipped. The control was a simulated intact oocyte SCNT embryo, the somatic cell nuclear injection step was skipped, and the microinjection needle merely pricked a hole in the zona pellucida near the first polar body.
Then activation of parthenogenesis was performed on all those oocytes using the same parameters. Their cleavage and blastocyst rate efficiency were observed. After activation of parthenogenesis, the cleavage rate and blastocyst rate of mechanical injury group oocytes were lower than the group without mechanical injury group (cleavage rate: 93.136% vs. 95.032%, P (Table 3 ). However, the difference between the rates of blastocyst formation was only 8.28%. The blastocyst formation rates of enucleated and intact oocyte SCNT embryos (20.15% vs. 48.29%) were not comparable. This demonstrated that the process of removing the nucleus might cause some mechanical injury to the oocyte and have some but not significant negative effects on development of the embryo. Nearly half of intact oocyte cloned embryos developed to blastocysts. This is likely to be associated with other reasons not mechanical injury.
Maternal nucleus in intact oocyte SCNT embryo cannot be replaced by somatic nucleus
There is approximately 2-10% polyspermy in human-assisted reproductive technology. The rates of mature oocytes and 2PN embryo formation were significantly improved after polyspermy. For this reason, the high blastocyst formation rate in the intact oocyte SCNT embryo might be associated with polyploidy. The issue of whether intact oocyte cloned embryos' redundant chromosomes are the main cause of efficient somatic cell reprogramming or embryonic development was addressed here. Furthermore, to determine whether maternal chromosomes can be replaced by any other chromosomes, another polyploid embryo was constructed as follows: After removing the maternal nucleus, a somatic cell nucleus was injected into the oocyte to replace the maternal one, and then a second somatic cell was added to produce the polyploid embryo. Then the intact oocyte cloned embryos and reconstructed embryos were compared to determine whether the polyploid embryos had the same or similar viability. Results showed that the blastocyst formation rate of reconstructed embryos after chromosome replacement only reached 10.5%, far below the blastocyst formation rate of intact oocyte cloned embryos (50.6%)( Table 4) . It can be concluded that the increase in the number of chromosomes does not necessarily promote cell reprogramming or embryonic development and that the maternal nucleus in intact oocyte SCNT embryo cannot be replaced by somatic nucleus [28] . The source of the extra chromosomes (paternal/maternal sources) and the gene expression pattern in the embryo may play more important roles in embryo development than previously thought.
Expression profiles of early porcine enucleated and intact oocyte SCNT embryos (Table 5 ). Among these four samples, the proportions of clean reads reached 98.5% of total reads, and the number of detected genes all tended to be saturated. This is the first work to show that the 2-cell stage of traditional enucleated oocyte SCNT embryo expresses roughly 28% of the total estimated genes in the porcine genome. Enucleated oocyte SCNT embryos at the 4-cell stage expressed roughly 22% of the total estimated genes. Intact oocyte SCNT embryos at the 2-cell stage expressed roughly 30% of the total estimated genes, and intact oocyte SCNT embryos at the 4-cell stage expressed roughly 27% of the total estimated genes (Fig 5) .
Differential gene expression between early porcine enucleated and intact oocyte SCNT embryos
The embryos generated using two different techniques showed large differences in their level of transcription. Intact oocyte SCNT embryos at the 2-cell stage had 1,738 genes that were up- regulated relative to the enucleated SCNT embryo at the same stage and 728 that were downregulated (|log2Ratio| ! 5). Intact oocyte SCNT embryos at the 4-cell stage had 2,941 genes that were up-regulated relative to enucleated SCNT embryos and 1,682 that were down-regulated (|log2Ratio| ! 5) (Fig 6) . The genes expressed in two kinds of embryos revealed 566 unique genes expressed in enucleated oocyte SCNT embryos, and 1,256 unique genes expressed in intact oocyte SCNT embryos at the 2-cell stage, 1,163 unique genes expressed in enucleated oocyte SCNT embryo, and 1,699 unique genes expressed in intact oocyte SCNT embryo at the 4-cell stage. The top ten most expressed genes in the two embryos are shown in Table 6 . Reveal the Role of Pig Oocyte Nucleus in Somatic Reprogramming by RNA-Seq However, the top ten genes of B and D, showed no genes whose molecular function was nucleotide binding, unlike those of A and C. Hence, it is plausible that, in nuclear transfer embryos, 2-cell and 4-cell embryos have considerably different transcription activity. DNA transcription was more common in 2-cell embryos, and material transport across the membrane was more common in 4-cell embryos.
WEGO analysis of differentially expressed genes between two kinds of embryos at the 2-cell stage showed that most of the genes to be involved in metabolic processes related to various cellular organic substances, and their central molecular functions were heterocyclic compound binding and organic cyclic compound binding and so on. The situation at the 4-cell stage was the same as the 2-cell stage. The most pronounced degree of enrichment of any gene cluster were binding regulation, catalytic activity, and molecular transduction activity, respectively. Other genes appeared upregulated in intact oocyte SCNT embryos were mostly involved in various metabolic processes.
Pathways in category-specific modules between early porcine enucleated and intact oocyte SCNT embryo Genes usually interact with each other to play roles in certain biological functions. Pathwaybased analysis can help further elucidateing the biological functions of genes. We found out ten most meaningful pathways through the enrichment analysis of differentially expressed genes between two kinds of embryos in 2-cell stage (Fig 7A) . They were as follows: 1. Ribosomes, 2. oxidative phosphorylation, 3. amino sugar and nucleotide sugar metabolism, 4. N-glycan biosynthesis, 5. metabolic pathways, 6. DNA replication, 7. Parkinson's disease, 8. glutathione metabolism, 9. nucleotide excision repair, 10. RNA degradation.
Ribosomes are an important site of protein synthesis in cells. Proteins with signal sequences are synthesized in ribosomes that are attached to the endoplasmic reticulum. Ribosomes have 60s and 40s ribosomal subunits. These are constructed in the nucleolus and then exported.
Oxidative phosphorylation is the primary form of ATP synthesis in the body, and it provides a usable energy source for the life activities of aerobic cells. It consists of the release of energy from eukaryotic cells and plays an important role in activities that require large amounts of energy, such as cell proliferation and differentiation. In many examinations of RNA-sequencing in eukaryotic cells, oxidative phosphorylation was also found to be the most common gene enrichment pathway (S2 and S3 Figs). At the same time, the most meaningful pathways of DGE in 4-cell stage were as follows ( Fig  7B) : 1.RNA transport, 2. protein processing in endoplasmic reticulum, 3. ribosome biogenesis in eukaryotes, 4. mRNA surveillance pathway, 5. spliceosome, 6. ribosome, 7. ubiquitin mediated proteolysis, 8. oxidative phosphorylation, 9. Parkinson's disease, 10. cell cycle.
The ribosome and oxidative phosphorylation pathways were down-regulated in enucleated oocyte SCNT embryos and up-regulated in intact oocyte SCNT embryos, and many more genes involved in these processes appeared significantly up-regulated (S4 and S5 Figs) .
The signal path of protein processing in endoplasmic reticulum showed visible enrichment in the differentially expressed genes of the KEGG pathway in 4-cell embryo. The endoplasmic reticulum is near the nucleus and has many ribosomes on its surface. During nuclear transfer, the endoplasmic reticulum may also be removed. The endoplasmic reticulum is an important part of the cytoplasm membrane system. It connects cell membrane to the outer membrane of the nucleus and keeps the nucleus, cytoplasm, and cell membrane connected to each other. All of the cell's normal protein translation starts in the endoplasmic reticulum, and many materials from the nucleus that are transferred to the cytoplasm, cell membrane, and extracellular matrix require the help of the endoplasmic reticulum.
For this reason, it is here speculated that the deficiency of protein processing in the endoplasmic reticulum, other process in the ribosome, and oxidative phosphorylation may be the primary causes of the developmental disadvantages that enucleated oocyte SCNT embryo showed relative to intact oocyte SCNT embryo (S6 Fig) .
Through the comparison of gene expression in two kinds of SCNT embryos at the same developmental stage, it was here preliminarily concluded that there are huge differences in gene expression in the enucleated and intact oocyte SCNT embryos. During embryonic development, the number of differentially expressed genes gradually increased. In early intact oocyte SCNT embryo, processes related to cellular organic substances showed more activity, material transport across the membrane was more frequent, and the nucleic acid transcription began to weaken after the 2-cell stage.
Expression pattern of transcription activity genes in the nucleus
Genes with similar expression patterns usually had some functional correlation. Generally, cell reprogramming is associated with transcription factors. For this reason, 267 genes with transcription activity expressed in nucleus were screened from global DGEs between two reconstructed NT embryos. Here, 70 transcription activity genes were differentially expressed in two embryos at the 2-cell stage, and 197 transcription activity genes were differentially expressed at the 4-cell stage. Most of these genes showed faint expression in enucleated oocyte NT embryos but had a significant up-regulation in intact oocyte NT embryos during the same stage. Cluster analysis of these gene expression patterns was performed using cluster software [24] and Java Treeview software [25] (Fig 8) .
Almost all genes with transcription activity showed significant up regulation in intact oocyte SCNT embryos at the 2-cell stage. A small number of genes with transcription activity showed down-regulation in intact oocyte SCNT embryos at the 4-cell stage, but some of these genes acted as negative regulators during cell development. These included MAX, TCF3, and NFKB1. Scientists speculated that Max is a repressor of germ cell-specific genes in mouse ES cells [29] . It interacts with histone H3K9 methyltransferases, knockdown of Max results in a decrease in histone H3K9 dimethylation at their promoter regions and causes selective, global derepression of germ-cell-specific genes [29] . Tcf3 is a repressor of Nanog gene. It is necessary to limit the steady-state levels of Nanog promoter's activity in self-renewing ES cells [30] . It binds to a promoter regulatory region of Nanog gene and represses its transcriptional activity through a Groucho interaction domain-dependent process. NF-κB has a function in the regulation of inflammation, oncogenesis, and human cancer [31, 32] . It regulates the expression of genes involved in development and progression of cancer such as proliferation, migration, and apoptosis. Aberrant NF-kB activation has been detected in many human malignancies. Disruption of Nfkb1 inhibits skeletal muscle atrophy [33] .
Real-time RT-PCR validation of RNA-seq results
Six genes with high expression quantity were randomly selected: DNMT1, FTL, POLR1D, RPS3, RPS20, and BUB3 for QRT-PCR detection (Tables 7 and 8 ). Then we made a comparison between test results and RNA-seq results, and found that the expression trend of these six genes were basically identical under two kinds of detection methods (Fig 9) .
Discussion
Traditional nuclear transfer embryos usually suffer developmental blockage caused by abnormal transcription even if the recipient is a zygote [34] . Upon the use of better-quality oocytes for SCNT, the developmental potential of the reconstructed embryos were found to be improved and the blastocyst formation rate increased, but blockage of cleavage was still frequent [35] [36] [37] . When oocyte and somatic genomes exist in the same embryo, both of them stay in same environment, and the question of which of them will need to be expressed preferentially and whose pluripotent genes will be transcribed determines the epigenetic memory of the embryo [34] .
Here, four embryos that had been constructed from enucleated oocyte SCNT and intact oocyte SCNT during the maternal-zygotic transition period and first cleavage period were subjected to RNA-sequencing, and the bioinformatics analysis. A significant difference was observed between the two kinds of embryos both during the first cleavage period and MZT period. Here, 267 genes related to transcriptional activity related genes in differentially expressed genes (DEGs) were found to be expressed in the nucleus, and most of them showed faint expression in enucleated oocyte SCNT embryos but were significantly up-regulated in intact oocyte SCNT embryos.
WEGO analysis of DEGs showed that the deepest enrich gene clusters were focus on binding regulation, catalytic activity, and molecular transduction activity. The other genes that appeared to be up-regulated in intact SCNT embryos were involved in various metabolic processes, organic metabolic activity, transmembrane transport, and amino sugar and nucleotide sugar metabolism. This appeared more intense during the early stage of intact oocyte SCNT embryos. DNA transcription abated after the 2-cell stage, and the most up-regulated genes were involved in heterocyclic compound binding and organic cyclic compound binding.
The ribosome and oxidative phosphorylation pathways showed up-regulation in intact oocyte SCNT embryos but not in enucleated oocyte SCNT embryos. Microarrays of mouse embryos during the 1-2-cell stage, showed strong signals related to the oxidative phosphorylation pathway [38] . This indicates that the oxidative phosphorylation and ribosome signal pathways play a key role in somatic reprogramming in mice and early nuclear transfer embryonic development. Research that regards the manner in oxidative phosphorylation regulating the cell cycle is under way.
It is here speculated that the deficiency of protein processing in the ribosomes and oxidative phosphorylation may be the primary reasons why enucleated oocyte SCNT embryos had such disadvantages in development relative to intact oocyte SCNT embryos.
Three signal pathways, those associated with ribosomes, oxidative phosphorylation, and the processing of proteins associated with the endoplasmic reticulum allowed precise control of the cell cycle and somatic cell reprogramming in SCNT embryonic development needs to be studied further.
Through the manner of reprogramming large mammal's somatic cells, it is possible to generate multiploid ES cells. It may be possible to make genetically tailored tissues for transplantation in the near future and provide valuable materials for regenerative medicinal treatment, for research into somatic cell reprogramming associated with regenerative medicine, and for the treatment of degenerative diseases and organ transplantation research. Supporting Information 
